ABSTRACT We report here the draft genome sequence of an NDM-1-and KPC-2-coproducing hypervirulent carbapenem-resistant Klebsiella pneumoniae strain, isolated from a 58-year-old male in the People's Republic of China with a burn injury.
The capsule is an important virulence factor of encapsulated pathogens, including K. pneumoniae (6) . Notably, many reports have shown that K1 and K2 serotypes are strongly associated with hvKP (1, 7). The strain was confirmed as serotype K2 belonging to sequence type 86 (ST86). Since the isolate was multidrug resistant, it was found to carry several genes coding for antimicrobial resistance against aminoglycosides, quinolones, and ␤-lactams. The genes acc(6')-Ib-cr and qnrS1, coding for both fluoroquinolones and aminoglycosides, were also found. Surprisingly, among the genes encoding carbapenem resistance, the bla NDM-1 and bla KPC-2 genes are harbored in K. pneumoniae NUHL30457. Furthermore, the virulence-encoding genes rmpA (regulator of the mucoid phenotype A gene), rmpA2, iroN, aerobactin, and mrkD were detected in K. pneumoniae NUHL30457, which may have contributed to the infection and/or colonization of K. pneumoniae NUHL30457.
Accession number(s).
The whole-genome shotgun project of K. pneumoniae NUHL30457 has been deposited at GenBank under the accession number CP026586.
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